1 Figure S1 . Part of multiple sequence alignment containing loop 1 used for phylogenetic analysis.
Amino acid composition of loop 1 in plants and fungi is similar and rich in aromatic residues and proline, so we could expect that they will have also similar conformation. In the hexosaminidases from Aspergillus oryzae and Penicillium oxalicum this loop has the same size and similar amino acid composition as the hexosaminidase from Talaromyces flavus (TfHex). and "generously allowed" regions, grey color fields are assumed as disallowed for phi/psy backbone angles. D. Protein quality analyzed by ProSA. ProSA z-score is -9.06, that is fitted in region of values found for structures solved by X-ray crystallography. Knowledge-based potential of mean force averaged over 40 residues is negative for all residues, except for the region of loop 2, which could be connected to its high flexibility and also absence of a suitable template. 
